In order to promote conservation of the traditional Tokara horse in its remaining three breeding areas in Japan (Nakanoshima, Kaimondake, and 
In Japan, there are eight horse breeds (Hokkaido, Kiso, Misaki, Noma, Taishu, Tokara, Miyako, and Yonaguni) [28] that are registered as native to Japan by the Japan Equine Affairs Association (JEAA). Among these breeds, the Tokara horse ( Fig. 1 ) was confirmed in 1952 by Hayashida et al. [10] as a native breed on Takarajima (Fig. 2) , a small island at the southern end of the Tokara chain of islands in Japan, and it has been registered as a natural treasure by Kagoshima Prefecture.
The Tokara horse appears to have originated from approximately 10 unimproved horses introduced from Kikaijima ( Fig. 2) , one of the Amami Islands near the Tokara Islands, in 1897 [10] . Thereafter, this small population interbred for almost 50 years, and by 1943, the number of Tokara horses had increased to approximately 100. Subsequently, however, the population size gradually decreased as a result of less use of these domestic animals in agricultures because of industrialization and motorization, and by 1952, the population had declined to 43. In an effort to conserve the Tokara horse, most of the horses on Takarajima were relocated to the mainland of Kagoshima, where they were transferred to the Nature Park at Kaimondake, the Kagoshima University Experimental Farm in Iriki, and Hirakawa Zoo in Kagoshima City (Fig. 2) . In 1977, the sole male Tokara horse remaining on Takarajima was transported to Nakanoshima, one of the other Tokara Islands (Fig. 2) . Thereafter, Tokara horses no longer inhabited Takarajima [19] . Subsequently, however, several horses were transferred to Nakanoshima from the mainland of Kagoshima for breeding purposes.
Today, Nakanoshima, Kaimondake, and Iriki have become major breeding areas of the Tokara horse. Although the overall population size had increased to 123 by 2016, breeding of the Tokara horse has been confined to each of the three subpopulations for over 50 years. Since there is currently no clear pedigree or genetic information for the Tokara horse population, it is essential to establish this information for future breeding plans.
Microsatellite DNAs, which are loci comprising a small number of tandem repeats, have a high mutation rate, giving rise to multiple alleles and high polymorphism [15] . Therefore, in conservation biology and population genetic studies, microsatellite DNAs are often used to characterize population structures and to determine genetic relationships within populations [7, 9] . For example, over 30 microsatellite DNAs have been developed for parentage testing in Thoroughbred horses [13, 29] . Such microsatellites have also been used in conservation-related studies for other native horses.
The breeding history of the Tokara horse indicates a potential risk of genetic homogeneity owing to the small size of the founder population and breeding within isolated areas for more than 50 years. Therefore, in the present study, we examined the genetic diversity of Tokara horses using 31 microsatellite markers in order to establish their genetic structure and diversity for the conservation of this breed. 
Materials and Methods

Animals
In 2016, 123 Tokara horses were registered by the JEAA. Blood samples were collected from each of the 123 horses (24 horses [Nos. in Nakanoshima, 57 [Nos. in Kaimondake, 42 [Nos. 82-123] in Iriki) using EDTA as an anticoagulant. Genomic DNA was extracted using a QIAamp® DNA Mini Kit (50) (QIAGEN GmbH, Hilden, Germany) according to the manufacturer's protocol.
Microsatellite DNA genotyping
The 31 microsatellite markers used in this study are listed in Table 1 . These microsatellites have previously been used in Japan for parentage testing of racehorses. For amplification of these markers, we performed multiplex PCR according to Kakoi et al. [13] and Tozaki et al. [28] . Details regarding the primers and PCR conditions used are available upon request. The resulting PCR products were electrophoresed using a 3130xl Genetic Analyzer (Applied Biosystems, Carlsbad, CA, U.S.A.). Each marker was genotyped using the GeneMapper Software ® (Applied Biosystems).
Individual diversity
The number of alleles (N A ), observed (H O ) and expected (H E ) heterozygosities, and inbreeding coefficient (F IS ) were calculated according to Weir and Cockerham [30] using GENEPOP version 4.0.10 [21, 22] . Furthermore, we compared the means of N A , H O , and H E with those of other endangered horses presented in the World Watch List for Domestic Animal Diversity (WWL-DAD). 
Neighbor-joining tree and cluster analysis
Microsatellite Analyzer 4.05 [3] was used to analyze the genetic distance of individuals (DPS). NEIGHBOR implemented in PHYLIP version 3.695 [6] was used to convert the DPS data into a neighbor-joining (NJ) tree.
Structure version 2.3.4 [20] was used to estimate the population structure based on Bayesian analysis, with five repeated runs being performed for 2 to 10 populations (K). The length of burn-in was set to 10,000, and the number of Markov chain Monte Carlo (MCMC) iteration was set to 50,000. On the basis of the value of ΔK [5] , determined using Structure Harvester [4] , we estimated the optimal K value. Table 1 shows the N A , H O , H E , and F IS values of all horses within the subpopulations from each of the three breeding areas (Nakanoshima, Kaimondake, and Iriki). Collectively, the horses showed multiple alleles at all the loci examined; however, those from the Nakanoshima, Kaimondake, and Iriki subpopulations showed single alleles at four, three, and four loci, respectively. With the exception of ASB 2 and TKY287, the fixed alleles differed among the different subpopulations.
Results
Individual diversity
For the Nakanoshima horses, the average N A was 2.39, ranging from 1 to 4; H O averaged 0.493, ranging from 0.000 in ASB2, TKY28, TKY287, and TKY344 to 0.875 in HMS2; H E averaged 0.441, ranging from 0.000 in ASB2, TKY28, TKY287, and TKY344 to 0.696 in TKY321; and F IS averaged −0.116, ranging from −0.333 in HMS7 to 0.236 in TKY294. For the Kaimondake horses, the average N A was 2.48, ranging from 1 to 5; H O averaged 0.426, ranging from 0.000 in TKY287, TKY301, and TKY337 to 0.860 in TKY343; H E averaged 0.402, ranging from 0.000 in TKY287, TKY301, and TKY337 to 0.699 in TKY343; and F IS averaged −0.059, ranging from −0.258 in TKY28 to 0.120 in AHT5.
For the Iriki horses, the average N A was 2.23, ranging from 1 to 4; H O averaged 0.382, ranging from 0.000 in AHT5, ASB2, TKY294, and TKY297 to 0.667 in TKY374; H E averaged 0.357, ranging from 0.000 in AHT5, ASB2, TKY294, and TKY297 to 0.620 in TKY374; and F IS averaged −0.069, ranging from −0.370 in TKY325 to 0.245 in HMS6.
Tokara horses have been classified as a critical-maintained breed by the Food and Agriculture Organization (FAO) [23, 24] . When we compared the genetic diversity of Tokara horses with that of the other endangered breeds listed in the WWL-DAD (Table 2) 
Genetic relationship among individuals
A NJ tree was generated in order to visualize the genetic relationships among individual horses. We found that Tokara horses appeared to be separated into three distinct genetic clusters, corresponding to each of the three breeding areas (Nakanoshima, Kaimondake, and Iriki) (Fig. 3) . A single exception was horse No. 6 from the Nakanoshima subpopulation, which clustered with the Kaimondake group in the NJ tree. This, however, can be explained by the fact that this horse was recently transferred from the Kaimondake to Nakanoshima subpopulation.
Cluster analysis of the Tokara horse population
On the basis of the ΔK value of 107.3 obtained using Structure Harvester, we estimated the optimal K value to be 3, corresponding to the current breeding areas of the Tokara horses (Fig. 4) . Again, the singular exception was horse No. 6, the genetic characteristics of which were more similar to those of Kaimondake horses than to those of the Nakanoshima subpopulation.
Discussion
This is the first study that has examined the genetic diversity and structure of Tokara horses based on an analysis of all 123 extant individuals registered in 2016, and we accordingly demonstrated that the breed is notably homogeneous when compared with the other Japanese native breeds (Table 2 ). This finding is consistent with historic records indicating a small founder population and a subsequent history of inbreeding.
In this study, we confirmed that Tokara horses are currently genetically divided into three subpopulations (Figs. 3 and 4 ) that correspond to their respective feeding and breeding areas: Nakanoshima, Kaimondake, and Iriki. These results reveal the fragmentation of the Tokara horse population and indicate that geographical isolation leads to reproductive isolation [2] . This undoubtedly reflects the breeding history of the Tokara horse population, which was translocated from its original location on Takarajima to three separate areas after 1953, within which they have bred in isolation for more than 50 years.
These findings were also supported by the N A values obtained using microsatellite DNAs, which indicated that four, three, and four loci are represented by single alleles in the Nakanoshima, Kaimondake, and Iriki populations, respectively. With the exception of ASB 2 and TKY287, these loci differed among the three breeding areas ( Table  1 ), indicating that the alleles have become fixed as a consequence of breeding amongst a limited number of horses. Accordingly, we can assume that each subpopulation has bred and evolved separately.
The loss of alleles occurs more rapidly than the loss of heterozygosity [17] and generally equates to a loss of genetic diversity [16] , which in turn leads to a reduction in phenotypic diversity. However, although each subpopulation has several fixed loci, the population as a whole did not show single alleles at all of the loci examined (Table  1) . Therefore, in order to maintain the genetic diversity of Tokara horses, it may be important to initiate a conservation program designed to prevent inbreeding within the same breeding regions.
Inbreeding and decreasing genetic diversity may carry the risk of extinction, particularly in small populations [8] .
Inbreeding can lead to homozygosity at loci for deleterious recessive genes [11] , which increases the risk of the expression of harmful phenotypes. Given that the Tokara horse population is probably undergoing a loss of genetic diversity as a consequence of breeding within isolated small populations, it will be important to maintain genetic diversity in order to prevent inbreeding depression in this breed.
In the past, the population of another Japanese native breed, the Noma horse, declined to less than 10 individuals, and as a conservation measure, these horses were bred via backcrossing [12] . Despite a similar situation in the Tokara horse, the N A , H O , and H E of this breed are all lower than those of the Noma horse (Table 2 ). This tends to indicate that the founder Tokara horses were genetically close to each other, leading to the comparatively lower genetic diversity of the current population. Indeed, even though the current population has increased to 123 horses, the genetic diversity (N A , H O , and H E ) of Tokara horses is low compared with that of the other endangered horse breeds (Table 2) . Therefore, it may be important to reconsider what constitutes an appropriate breeding management strategy for this breed, not only in terms of increasing the overall population size but also for maintaining and/or enhancing genetic diversity. In this regard, it is important to establish pedigree information for the Tokara horse based on the genetic information obtained in this study.
The NJ tree we generated enabled us to gain a better understanding of the genetic relationships among individual Tokara horses and can potentially contribute important information for breeding management. For example, analysis of the NJ tree data may enable us to identify horses that are genetically different from each other and indicate those horses that could be moved from one subpopulation to another in an effort to maintain/enhance genetic diversity.
The gender ratio was almost equal in all populations (Tables 1 and 2 ), while almost all the Tokara horses were allowed to graze outside. Therefore, it is considered that the current breeding management may be suitable for Tokara Fig. 4 . Cluster analysis revealed that Tokara horses currently exist as three isolated subpopulations: subpopulation I (red), subpopulation II (green), and subpopulation III (blue). The optimal K value was estimated to be 3 (ΔK=107.3), as determined by Structure Harvester. Nos. 1-24 bred in Nakanoshima, Nos. 25-81 bred in Kaimondake, and Nos. 82-123 bred in Iriki. Horse No. 6 was moved from Kaimondake to Nakanoshima in the past, and its genetic characteristics are similar to those of other horses in the Kaimondake subpopulation. Fig. 3 . A neighbor-joining tree based on genetic distances calculated from the ratio of shared alleles. Nos. 1-24 bred in Nakanoshima, Nos. 25-81 bred in Kaimondake, and Nos. 82-123 bred in Iriki. Horse No. 6 was moved from Kaimondake to Nakanoshima in the past, and it clustered with Kaimondake group in the neighbor-joining tree.
horses in each area. However, as subgrouping was observed among breeding areas (Figs. 3 and 4) , it may be necessary to review the breeding management by considering all the Tokara horses as one breed. It is conceivable that breeding management for Tokara horses has been attempted at least once in the past, as one horse, No.6, was translocated from the Kaimondake to Nakanoshima group. Although there are no public records regarding the purpose of this translocation, and whether it was intentional or not, it represents a potentially effective example of the measures that can be used to maintain genetic diversity. Given that our genetic analyses succeeded in tracing this translocation event, they may contribute to future breeding plans for the Tokara horse.
In conclusion, the data obtained in the present study contribute to establishing the history of the Tokara horse population and will provide important information to support the future monitoring of population diversity and guide conservation measures for this endangered breed.
